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The meta-analysis data is up-loaded under dbGaP phs001349.v1.p1 (Meta-Analysis of Five Genome-Wide Association Studies of TGCT) and the TECAC replication
data under phs001349.v2.p1 (NCI Testicular Germ Cell Tumors Post GWAS). UK Biobank data are available to all bona fide researchers upon data access application
at http://www.ukbiobank.ac.uk/register-apply/. We obtained them under application number 3071 to Professor D. Timothy Bishop. The Icelandic population WGS
data have been deposited at the European Variant Archive under accession code PRJEB15197. The ATACseq data and ENCODE data for PAINTOR analysis is included
on a UCSC browser custom track at: https://genome.ucsc.edu/s/jpluta/TECAC2020.

Subjects were drawn from nine sources which represent all data currently available to the consortium (previous data from 5 TGCT studies;
novel genotyped data; targeted genotype data; UK biobank; and deCODE genetics) for a total sample of 179,683 controls and 10,156 cases,
comprising the largest association study of TGCT to date. The de novo genotype data alone was sufficiently powered to detect odds-ratios of
approximately 1.12 or greater. Meta-analysis further increases statistical power.

The replication data included 14,952 subjects. Exclusion criteria were pre-established, following the guidelines in Anderson et al., 2010.
Subjects were excluded for discordant or ambiguous chromosomal sex, relatedness (IBD > 0.1875), excessive heterozygosity (> 3 standard
deviations from the mean), low genotype call rates (<98%), non-European genetic ancestry. After quality in control, 10,608 subjects remained.
Raw data included 312,960 genetic markers. SNPs were excluded for low genotype call rate (<99%), differential missingness by case status (p <
0.00001), differential missingness by DNA source (blood or saliva; p < 0.00001), Hardy-Weinberg equilibrium (p < 0.00001), duplicated physical
position, and minor allele frequency < 0.01. SNPs with a MAF difference >10% between the two genotyping sites were removed. After quality
control, 246,186 SNPs remained. Meta analysis of imputed data yielded 21,492,562. After meta-analysis, multi-allelic variants and SNPs
demonstrating study heterogeneity (p<0.001) were removed, as well as variants that were not observed in all data sets, leaving a total of
16,511,202 SNPs.

The targeted genotyping dataset included 2,499 subjects and 46 SNPs. Subjects were removed for excess heterozygosity (> 3 standard
deviation from the mean) and genotype missingness (!10%). SNPs were screened for genotype missingness (> 2%), differential missingness
(p< 0.001), and minor allele frequency (< 0.01). Afterquality control, 1,039 men with TGCT and 1,398 men without disease remained.

The 14,952 novel subjects used in this study were intended to replication previous findings of genetic associations with TGCT. The 60 top
ranking previously unreported SNPs that were strongly associated (p<0.00005) with TGCT case status were selected for targeted genotyping,
of which 46 passed in silico and initial quality testing for Fluidigm primer specificity. Replication results were meta-analyzed the targeted
genotyping results and data from 7 other sources. Of the 56 previously reported variants, 12 failed to replicate.

This study compared specific phenotypes (cancer versus non-cancer) which are predefined. Phenotype is the effect of interest, randomization
is not applicable.

This study compared specific phenotypes (cancer versus non-cancer) which are predefined. As there is no randomization, blinding is not
applicable.




